. Calculated M w from Size exclusion chromatography * Masses determined from standard curve calculated from mentioned standards excl. Conalbumin 75 kDa ** Masses determined from standard curve calculated from mentioned standards excl. Aprotinin 6.5 kDA *** Masses determined from standard curve calculated from mentioned standards excl. Conalbumin and Aprotinin (75 kDa, and 6.5 kDa) **** Masses determined from standard curve including all mentioned standards # From closest integer to MwExp/Mw (if more than one possibility, alternatives are given in brackets) Figure S1. Thermal unfolding of CI∆58,CI-NTD and CTD 1 . By measuring the change in ellipticity (θ) with temperature at 222 nm it was possible to identify a three state unfolding event for CI∆58, which is clear when comparing the unfolding profile to that of CI-CTD1 (diamond) and CI-NTD (asterisk, residues 1-74). The melting temperature (T m ) was determined by taking the first derivative (d[θ] protein /dT) (full line). For CI-CTD1 and CI-NTD T m = 312.4 K and T m = 331.2 K (39.3 and 58.1 °C) were obtained, respectively. Whereas for CI∆58 (square) the two melting temperatures were determined to be T m1 = 315.8 K (42.7 °C) and T m2 = 337.3 K (64.2 °C). A straightforward interpretation is that the dimerization region is less stable compared to NTD, and unfolds first. The increased thermal stability of NTD in the context of CI∆58 maybe due to the additional residues (residues 74-80) that in the crystal structure interact closely with the rest of the domain. This clearly shows that CI∆58 contains two domains, in good agreement with SAXS results. The red line is the weighted mean of the intensity ratios along the sequence of CI∆58. The errors on the residue-specific intensity ratios were obtained using noise estimates in the two HSQC spectra recorded in the absence and presence of DNA. Residues with intensities ratios below the red line were considered to be significant and identify the NTD as the DNA binding domain. 
Supplementary note

Attempts to model the dimerization region
In order to obtain a structural model of the dimerization region, the sequences of CTD 1 and CI∆58 was run through PHYRE2 3, 4 , a fold recognition server. Searches with the CTD 1 sequence alone returned models with a maximum of 51% sequence coverage, which was deemed too little. Searches with CI∆58 returned a number of high confidence hits for which the predicted secondary structure is in close agreement with the NMR data ( Fig.   2B ), including the two α-helices forming the dimerization region (residues 90-101 and 104-120). The top six hits (Table S5) , all have similar helical hooks dimeric structure and for which the server gives over 99.5%
confidence, but very low sequence identity.
The CI-CTD 1 sequence was also submitted to the ab initio prediction QUARK server 5 . The top 10 models were all helical as expected, four representing essentially a single helix and the remaining being two helices with various degrees of bending between them. One of the models closely matched the helix position as determined experimentally by NMR, and could be envisaged to dimerize as a helical hook, however another possibility consistent with all available data is that the dimerization region folds as a coiled coil of bent helices.
In order to have a molecular model for the CTD 1 for the SAXS ensemble analysis we chose the structure of the two helical hooks of CcRM as a template. As the template is slightly shorter than the sequence of CI∆58 (Fig.   S7A ), we extended the second helix of the dimerization region with six residues in helical conformation as observed experimentally from NMR (Fig. 3B ). The resulting model of the dimerization region of CI∆58 has most of its hydrophobic residues in the core of the structure. It must be stressed that the model is not intended to represent the true 3D structure, for which there may be other possibilities, but rather a possible fold which is consistent with the NMR, bioinformatics and static SAXS analysis, and as such can be used as a low resolution shape in the ensemble modelling.
